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In the crystal structure of the title compound, C 6 H 7 NO 2 , N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds link the molecules, forming a zigzag array along [001] and a layer structure parallel to the ab plane. 
Related literature

Data collection
Bruker P4 diffractometer Absorption correction: scan (XSCANS; Siemens, 1996) T min = 0.216, T max = 0.259 2445 measured reflections 1701 independent reflections 1269 reflections with I > 2(I) R int = 0.026 3 standard reflections every 97 reflections intensity decay: 9.4% Refinement R[F 2 > 2(F 2 )] = 0.050 wR(F 2 ) = 0.160 S = 1.06 1701 reflections 82 parameters H-atom parameters constrained Á max = 0.32 e Å À3 Á min = À0.25 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Symmetry codes: (i) Àx þ 2; Ày þ 2; Àz þ 1; (ii) x À 1 2 ; Ày þ 3 2 ; z À 1 2 .
Data collection: XSCANS (Siemens, 1996) ; cell refinement: XSCANS; data reduction: XSCANS; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
Comment
The acquired immunodeficiency syndrome (AIDS) is a disease of people who are infected with human immunodeficiency virus (HIV). The use of drugs to fight HIV are called antiretroviral drugs and are characterized by inhibiting essential enzymes for virus replication, such as reverse transcriptase (De Clercq, 2005) .
Pyridin-2 (1H)-one hybrids are a kind of compounds that inhibit the reverse transcription process and have been shown, by molecular modeling, their good performance as non-nucleoside inhibitors of HIV-1 reverse transcriptase. Recent design of the pyridin-2(1H)-one hybrids has generated active molecules against wild type and mutant strains of HIV, as in the case of second-generation hybrid pyridinone-UC781 (Medina-Franco et al.., 2007) . In this work, and as part of our ongoing research, we have synthesized pyridin-2 (1H)-one hybrids (Dollé et al., 1995) of second generation with different polar groups at C-3 and also with different olefinic groups at C-4, similar to pyridinone-UC781. The compound 4-hydroxy-6-methylpyridin-2 (1H)-one is an intermediate in the synthesis of second-generation hybrids with a polar nitro group at C-3.
We have synthesized the title compound (I) and report its crystal structure here (Fig. 1 ). In the crystal structure adjacent networks are linked together via intermolecular hydrogen bond interactions (table 1) [N1-H1A···O1 i (2.8349 Å), symmetry codes: (i) -x + 2, -y + 2, -z + 1] and [O2-H2B···O1 ii (2.6086 Å), symmetry codes: (ii) x -1/2, -y + 3/2, z -1/2] to form a zigzag array along the [001] direction and molecules are forming a layer structure parallel to the ab plane ( Fig. 2) .
Experimental
The synthesis of 4-hydroxy-6-methylpyridin-2(1H)-one includes reagents and reagent grade solvents, which were used without further purification. In a round bottom flask of 500 ml equipped with a magnetic stirrer was placed 10.0 g of ethyl 4-hydroxy-6-methyl-2-oxo-1,2-dihydropyridine-3-carboxylate (0.05 mol) in 350 ml of hydrochloric acid 1 N. The mixture was stirred at reflux for 72 h. 4-Hydroxy-6-methylpyridin-2(1H)-one precipitated as a white solid (6.2 g, 99%, m. p. 273-275 °C, for analytical data, see _exptl_special_details section). Crystals of the title compound suitable for Xray diffraction were obtained by dissolving 100 mg of 4-hydroxy-6-methyl-pyridine-2 (1H)-one in 10 ml of methanol-diethylether (1:1, v / v) and placing the solution in a glass vial. The solution was allowed to stand at room temperature for 7 days and the crystals formed were filtered.
Refinement
All H atoms were positioned geometrically and refined using a riding model, with C-H = 0.93 Å for aryl and 0.96 Å for methyl H atoms. Isotropic thermal parameters were fixed to U iso (H) = 1.2 U eq( C) for aryl and U iso (H) = 1.5 U eq (C) for methyl H atoms. 
Computing details
Data collection: XSCANS (Siemens, 1996) ; cell refinement: XSCANS (Siemens, 1996) ; data reduction: XSCANS (Siemens, 1996) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure:
SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008) .
Figure 1
Molecular structure of the title compound with displacement ellipsoids drawn at the 30% probability level.
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Figure 2
Hydrogen-bond (indicated as dashed lines) network of the title compound leading to a two dimensional network along the ab plane. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
4-Hydroxy-6-methylpyridin-2(1H)-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) C1 0.0352 (7) 0.0297 (7) 0.0214 (6) 0.0034 (6) −0.0013 (5) 0.0010 (5) C2 0.0399 (8) 0.0340 (7) 0.0238 (6) −0.0026 (6) 0.0015 (5) 0.0009 (5) C3 0.0324 (7) 0.0311 (7) 0.0273 (6) 0.0002 (6) 0.0000 (5) −0.0014 (5) C4 0.0380 (8) 0.0357 (8) 0.0224 (6) 0.0007 (6) −0.0021 (5) −0.0023 (5) C5 0.0341 (7) 0.0319 (7) 0.0218 (6) 0.0027 (6) −0.0004 (5) 0.0016 (5) C6 0.0534 (10) 0.0420 (9) 0.0255 (6) −0.0049 (8) 0.0007 (6) 0.0068 (6) Geometric parameters (Å, º) 
